Position on the cGH gene sequence. The transcription start site is set to +1. + and − means forward and reverse strands that the transcription factor binds, respectively; Score: Similarity (0.0-1.0) between a registered sequence for the transcription factor binding sites and the intron 1 sequence; Subsequence: sequence from the cGH gene sequence at the position corresponding to the consensus sequence. S = C or G, W = A or T, R = A or G, Y = C or T, K = G or T, M = A or C, N = any base pair. Table S2 . Primer pairs information of chicken GH gene.
ID Prime Name
Italic bases in low case were His-tag sequence, sequence with underline was protective bases and enzyme loci. 
Sequence with underline was protective bases and enzyme loci. .1cGH-in-6H after digestion by Hind Ш and EcoR І. M was Marker; 1, 2 represent degenerated plasmid of pcDNA3.1cGH-6H, pcDNA3.1cGH-in-6H after double enzyme digestion; (B) Gel electrophoresis detection of the four plasmids after digestion by Kpn І and Xho I, M was Marker; 1, 2, 3, 4 represent degenerated plasmid of pGL3-cGH-in1, pGL3-cGH-in2, pGL3-cGH-in3 and pGL3-cGH-in4 after double enzyme digestion, respectively; (C) Gel electrophoresis detection of the plasmid pGL3-cGH-in5 after digestion by Kpn І and Nhe I, M was Marker; 1 represent degenerated plasmid of pGL3-cGH-in5 after double enzyme digestion; (D) Gel electrophoresis detection of the two plasmids after digestion by Kpn І and Xho I, M was Marker; 1, 2 represent degenerated plasmid of pGL3-cGH-in6 and pGL3-cGH-in7 after double enzyme digestion, respectively. Figure S2 . TFBSs in the +485/+684 region of the chicken GH gene. The outlined sequences correspond to the TFBS. Characters in each textbox correspond to the name of each potential element. The putative GRE is double-underlined and the TGACCT motif is indicated by a bold character.
